

Raw Sequence Listing Error Summary 



ERROR DETECTED 



SUGGESTED CORRECTION 



SERIAL NUMBER: 



4^ a 



ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH ALPHA" HEADERS. WHICH WERE INSERTED BY PTO SOFTWARE 



1 Wrapped Nuclcics 

Wrapped Aminos 



8 



10 



11 



12 



The number/text at the end of each line "wrapped*' down to the next line. This may occur if your file 
was retrieved in a word processor after creating it Please adjust your right margin to .3; this will 
prevent "wrapping." 



Invalid Line Length The rules require that a line not exceed 72 characters in length. This includes white spaces. 



Misaligned Amino 
Numbering 

Non- ASCII 



Variable Length 



Patentin 2.0 
"bug" 



Skipped Sequences 
'(OLD RULES) 



Skipped Sequences 
(NEW RULES) 



Use of n's or Xaa's 

'(NEW RULES) 



Invalid <213> 
Response 



Use of<220> 




Patentin 2.0 
"bug" 



The numbering under each 5* amino acid is misaligned. Do not use tab codes between numbers; 
use space characters, instead 

The submitted file was not saved in ASCII(DOS) text, as required by the Sequence Rules. Please 
ensure your subsequent submission ts saved in ASCII text. 

Sequence(s) contain n's or Xaa's representing more than one residue. Per Sequence Rules, 

each n or Xaa can only represent a single residue. Please present the maximum number of each 
residue having variable length and indicate in the <220>-<223> section that some may be missing. 

A "bug" in Patentin version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequences(s) . Normally, Patentin would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section to 
the subsequent amino acid sequence. This applies to the mandatory <220>-<223> sections for 
Artificial or Unknown sequences. 

Sequence(s) missing. If intentional, please insert the following lines for each skipped sequence: 

(2) INFORMATION FOR SEQ ID NO:X: (insert SEQ ID NO where "X" is shown) 
(i) SEQUENCE CH/VRACTERISTICS: (Do not insert any subheadings under this heading) 

(xi) SEQUENCE DESCRIPTION:SEQ ID NO:X: (insert SEQ ID NO where "X" is shown) 
This sequence is intentionally skipped 

Please also adjust the "(ii) NUMBER OF SEQUENCES:" response to include the skipped sequences. 



Sequencc(s) 



missing. If Intentional, please insert the following lines for each skipped sequence. 



<210> sequence id number 
<400> sequence id number 
000 

Use of n's and/or Xaa's have been detected in the Sequence Listing. 

Per 1 .823 of Sequence Rules, use of <220>-<223> is MANDATORY if n's or Xaa's arc present. 

In <220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represents. 

Per 1.823 of Sequence Rillc^^ the only valid <213> responses are: UrJcnown, Artificial Sequence, or 
scientific name (Genus/species). <220>-<223> section is required when <213> response is Unknown or 
is Artificial Sequence 



_Sequencc(^s^ 



missing The <270>^eafurc^ and associated mmeric^ideiiUfiffiiQditspQnscs. 



Use of <220> to <223> is MANDATORY if <213> *X>rganism" response is "Artificial Sequence" or 

"Unlenown. " Please explain source of genetic material in ^220> to <223> section. 

(Sec "Federal Register," 06/01/1998, Vol. 63, No. 104, pp. 29631-32) (Sec. L82Tof Sequence Rules) 




Please do not use "Copy to Disk" function of Patentin version 2.0. This causes a corrupted file, 
rcsuhing in missing mandatory numeric identifiers and responses (as indicated on raw sequence 
listing). Instead, please use "File Manager" or any other manual means to copy file to floppy dislc 



13 



Misuse of n 



n can only be used to represent a sin^ e nucleotide in a nucleic acid sequence. N is not used to represent 
any value not specifically a nucleotide. 



AMC/MH - Biotechnology Systems Branch - 08/21/2001 
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RECP/\/Pfj 

AUG 9 „ 






1600 



RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/67 3,166 
Input Set : A:\102.174.txt 

Output Set: N:\CRF3\08192002\I67 3166.raw 



DATE. 08/19/2002 
TIME : 12:54:26 



3 


■;110 > 


4 




5 




6 




7 




8 




10 


'■:12 0 ^> 


1 L 




12 




14 


vl30- 


16 


^:140 - 


17 


":141> 


19 


1 5 0 


2n 


•-.:151> 


'1 ') 


<lhO 


2 4 


•:i:^0 




<:2 LO - 


( 7 


•■2 11 - 


28 




2h 


^;2 13 


31 


.- ->"> 0 

\.r ^ 


32 


"> 3 > 


34 




3 5 


Oln i 


3h 


1 


3*"^ 


-:210 - 


40 


<211> 


41 


v212 :• 


4 2 


<:213 :• 


4 4 


•;22{) ■ 


4 5 


■:223 ■ 


4" 


•:400 ■ 


4 8 


(4 Ly i; 


4<^ 


1 


5 2 


• 2 1 0 • 




- 2 1 1 ■ 


:".4 


■ 2 12:.- 


5 ['> 


•2 13:- 


5'^ 




5 8 




5 


. ■ ') '1 T ■ . 
~ ^ ^ ^ . 


6 0 


-.22 3:- 


62 


':4 0 0> 



□oes Not (jomply 



Guillet, Jean Gerard 
Gahery- Segard , Hanne 
Gras-Masse, Helene 
Melnyk, 'J leg 
Tartar, Andre 

IITLE OF INVENTION: LIPOPEPTIDES INDUCING T LYMPHOCYTIC CYTOTOXICITY 
BEARING AT LEAST ONE AUXILIARY T EPITOPE. AND USES FOR 
VACCINAT ION 

FILE REFERENCE: 102.174 

CURRENT APPLICATION NUMBER: 09/673,166 

CURRENT FILING DATE: 2001-04-04 

PRI'JR APPLICATION NUMBER: PCT/FR9 9/0 0 7 9 2 

PRI'JR FILING DATE: 1999-04-06 

NUMBER OF SEQ ID NOS : 276 

SOFIWARF: PatentIn Ver. 2.1 

SEQ II> Nl': 1 

LENi^TH: 14 

lYPE : PRT 

'jRGANISM: Clostridium tetanus 
FEATURE: 

'JTHER INFORMATION: amino acids 830-843 of the tetanus toxin 
SEQUENCE: 1 



10 



SEC II' NO; 
LENGTH : 14 
TYPE- PRT 
( )RGANI SM 
FEATURE : 
OTHER INFO 
SEQUENCE . 



5 



10 



SEQ :i> NO; 3 

LENGTH: 2 8 _ 

TYPE . PRT " 
OR(^3AN] SM(' Artit iciai Sequence 

FEATURE: 

NAME/KEY : LIPID 
LOCATION . ( 1 ) 

i")THER I NI'"'ORMAT ION : d i pa Imi toy 1 - 1 ysy 1 chain on N- terminal residue 
SEQUENCE- 3 
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' j^^L^Jj^' 8 19 02 





Page 2 of 7 



RAW SEQUENCE LISTING 

PATENT APPLICATION: US/0 9/67 3,166 
Input Set : A:\102.174.txt 

Output Set: N:\CRF3\08192002\I67 3I66.raw 



DATE: 03/19/2002 
TIME: 12:54:26 




'!{} ■;21') 
7 1. - ; 2 1 1. 



h ^ Ser Ser Gin Tyr lie Lys Ala Asn Ser Lys Phe lie Gly lie Thr Glu 
h4 1 5 10 IS 

Ala ALa Ala Ala Ala Gly He Gly He Leu Thr Val 
u'^ jO 25 

SEQ IE) NO: 4 
LENGTH: 28 

TYPE: PRT ^ ^ 

r)R(3AN 1 3>KArt i f icTar''sequence 
FE:AIURfes--.__ 

NAME/KEY: lY?Td — ^ ' ^ O^^^ /l^A.^-^ 

LCiCATION: (1) ' 

(jTHER INFORMATION: d ipa Im i toy 1 - 1 y sy 1 chain on N-terminaT residue ^ ^/ 
SEQUENGE: 4 



1 ' I 



7 5 



8 



; 2 1 2 
;2l.^ 
: 2 2 ' 1 
; 2 2 1 

■ ' M 



8 ( j ■ : 4 () 0 

HI S^M- Ser Gin I'yr lie Lys Ala Asn Ser Lys Phe He Gly He Thr Glu 

82 1 5 10 15 

84 Arq Gly Arg Ala Ala Gly He Gly He Leu Thr Val 



8 5 
8H 
8'^ 
MO 
<*1 
93 
94 
MS 

9h 

^■^8 



2H): 
2 1. 1. 



2 I 3 
j20 
j21 



20 2 5 

SEQ ID NC': 5 
LENGTH: 28 
I' Y P E : PRT - " " ' 

C)RGAN:^SM: Artificial Sequence 

FEATUR>^^__ 

NAME/KEY: LIPID 
Ll)(:ATION: (1) 



(jTHER INFORMATION: dipalmitoy 1 - lysy 1 chain on N-terminal residue 
H )!):.- SEQUENGE: 5 

9M GLy Arg (^n lyr He Lys Ala Asn Ser Lys Phe He Gly He Thr Glu 
' ' 5 10 15 

la Gly He Gly I Le Leu Thr Val 

25 

6 



100 


1 




10 2 


Arq 


jly Arg Ala 


1 0 3 




20 


10b 


<21U 


- SEQ ID NO: 


10 7 


-2 1 1 


- LENGTH: 28 


108 


•■212 


' lYPE: PRT. 


1 0 9 


-.213 


> ORGANISM: 


111 


• 2 2 ('i 


- FEATURt: 


112 


-:22 1 


NAME/KE^ 


11.3 


■ ^ 


> LOGAIION: 


114 


•:223 


- OTHER INFO 


1 U) 


•:4 0U 


• SEQUENCE: 


1 I 


Ser 


Ser Gin Tyr 


118 


1 




120 


Ai'g 


Uy Arg Ala 


12 1 




20 


1 2 4 


■;jl0 


' SFQ ID NO: 


l.:5 


v2 1 1 


• LENGTH. 28 


12^ 


vJl2 


• lYPE: PRT 


12"" 


v213 


■ • cjRGANI^M^ 


12M 


-.220 


• FEATURE: 


130 


, ' ':> 1 


- NAME/KEY: 



10 



15 



2d 



Artificial Sequencs--^ 
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08/19/2002 
12:54:26 



131 

13 J 
134 
1 3 ^ - 
136 
13H 
1 3 

14 2 
1 4 < 
144 
14 
147 

14 8 
14 '-J 
151 
152 

153 
1 5 h 
157 
158 
159 
1 6 1 
162 
164 
165 
16 h 

16^ 
170 
171 
174 
175 
176 
1^7 

1^9 
IHO 
181 
183 
184 
185 
188 
IH'J 
TKJ 
I'U 
I'O 
1-M 
l'^5 
1*^7 
r-*8 



RAW SEQUENCE LISTING DATE 

PATENT APPLICATION: US/09/67 3,166 TIME 

Input Set : A:\I02.174.txt 

Output Set: N:\CRF3\08192002\l67 3I66.raw 



•:2J2> LOCATION: (1) 

•:2J3> fjTHER I NFORMAT IiJN : monopalmi toy 1 - lysy 1 chain on N- terminal residue 
^;4nO^ SEQUENCE: 7 

CLy Arq Gin lyr He Lys Ala Asn Ser Lys Phe He Gly He Thr Glu 

1 " 5 10 15 

Arq Giy Arg Ala Ala Gly He Giy He Leu Thr Val 

2 0 2 5 

• :21() > SEQ ID No : 8 

•;2 11.> [,ENGTH: 10 — — ^...^ 

vJl2 ^ rVPE : PRi:..-"'^'" " ^ 

213 -> mrgaNI3>!: Artificial Sequent 
2 20 > FEATURE 

'■:223 > t:tTHER INF':>RMAT I'JN : A hydrazine is bound between the N- terminal lysine 

and isoieucine at position 2 
•■.:4 00> SEQUENCE: 8 

Lys He Leu Lys Glu Pro Val His Gly Val 
15 10 
CJIO-- SEQ ID NO: 9 
^■211 > [T:NGTH: 15 

_L *^ 



AUG 



0 2C{j: 




TYPE: PRL- 
213:> 'jRGANISM: Artificial Sequence 
220-^' FEATURE ^ 
3 

4-t -4^ ^* 





2 2 0 
■■' 1 

d_i _i_ 



> *:»THER INFORMAT I'jN : aldehyde group bound to N- terminal residue 
- FEATURE: 

> NAME/KEY: LIPID 

> LOCATION: (15) 

-:22 3 -- OTHER I NFC'RMAT KjN : palmitoyl chain on C- terminal lysine residue 
v4 00:> SEQUENCE: 9 

Arg Thr Pro Pro Ala Tyr Arg Pro Pro Asn Ala Pro He Leu Lys 
15 10 15 

-:210> SEQ ID N'O: 10 
•:JH:-- LENGTH: 9 
■.212> TYPE: PRE 
•■:J13> (jRGANISM: Homo sapiens 
<:22();- FEATURE: 

-^223> (jTHER INFORMATION: epitope from BCR-ABL fusion protein (chronic 

myeloid leukemia tr.ans location ) 
-;4{i0:- SEQUENCE: 10 

(.Uu Asp Ala (jIu Leu Asn Pro Ar-g Phe 
I 5 
SEQ ID NO: 11 
LENGTH: 9 
TYPE: PR: 

(:»R(jANISM Homo sapiens 
FEATURE 

CtTHER INFORMATION: epitope from BCR-ABL fusion protein (chronic: 
myeloi<i leukemia trans Icjcat ion ) 
v4(i0' SEQUENCE. 11 

Ser Glu Leu Asp Leu Glu Lys Gly Leu 



;21 0^- 

;JH- 
,1 ■ ) . 

:2 1 3 ■■ 

:.:20:- 
■) I 'J - . 

^ ^ -J 



file: C: CRF3 Outhold VsrI673 1 66.htni 
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RAW SEQUENCE LISTING 

PATENT APPLICATION US/09/673,166 



DATE: 08/19/2002 
TIME: 12:54:26 



Input Set 
Output Set 



A:\102 . 174 . txt 

N:\CRF3\0 819200 2\I6 7 316 6 .raw 





1 




5 


2(12 


<21;) 


^- SEQ ID N:') 


: 12 


2 ( 1 s 


■:2l I 


• LENGTH: '.^ 




204 


■■:2 12 


TYPE: PRr 




2 1 .) 5 


• ; 2 1 3 


• ORGANISM: 


Homo sapiens 


207 


•-:2 20 


^ EEAIURE: 




208 


':22 ^ 


<:)THER INF 


ORMATION: epitope from 


2 f.) 




myeloid 1 


eukemia translocation) 


2 I I 


• ;40() 


• SEQUENCE: 


12 


' I ' 


Asp 


i/ilu Leu Gill 


Ala Val Pro Asn lie 


2 1. 3 


I 




5 


2 16 


<:21() 


> SEQ ID N'J 


: 13 


2 17 


^2 11 


> LEN(3TH: 9 




2 18 


•':2 12 


TYPE: PRr 




2 19 


<2 13 


- ORGANISM. 


Homo sapiens 


' ' 1 


• ; J 20 


> FEATURE: 




■) J 

^ 4^ ^ 


J2 3 


■ OTHER INF 


JRMATION: epitope from 


2 2,^ 




iTiy*;'Ioid L 


eukemia translocation) 


"' '5 


:4 


• SEQUENCE: 


13 


226 


L.ys 


(jlu Asp' Al.i 


Leu Gin Arg Pro Val 


■' ■'7 


1 




5 


2 3 0 


•.;210 


> SEQ ID Nf') 


: 14 


2 31 


-.2 11 


> LBINGIH: 9 




> '■> 




> rVPE: PRT 




2 3 J 


•:2 13 


> 'ORGANISM. 


Homo sapiens 


2 3 5 


■:22() 


^ FEATURE: 




2 3 6 


• : 2 2 ,3 


.- 'JTHER INFORMATION: epitope from 


2 .5 7 




myeloid leukemia translocation) 


2 J 


-.4 00 


^- SEQUENCE: 


14 


2 4 0 


Glu 


Asp Ala Leu 


Gin Arg Pro Val Ala 


241 


1. 




5 


244 


<;210 


- SEQ ID N(t 


: 15 


2 4 5 


v21 1 


• LEN(]TH: 




246 


v212 


• lYPE: PRT 




24^ 


•:213 


L)RGANISM 


Homo sapiens 


24 9 


2 2 0 


FEATURE: 




2-".0 


- : 2 2 3 


> L'THER INFORMATION: epitope from 


2 5 ]. 




myelc'id 1 


eukemia translocation) 


2 \ 


■ : 4 0 0 


• SEQUENCE- 


15 




y 


jlu lys Leu 


Arg Val Leu Gly Tyr 


2 5 


1 




5 


2 S 8 


•21(1 


SEQ ID NO 


: 16 


J 5 


•:211 


• LENCHH 




260 


* -L- 1 ^ 


• lYPE: PRT 




261 


• ; 2 1 3 


• ORGANISM 


Homo sapiens 


6 3 


v22(* 


• FEATURE: 




6 4 


• ; 2 J 3 


• OTHER INFORMATION: epitope from 


26 5 




myeloid I< 


eukemia translocation) 


2b" 


'.4('0 


' SEQUENCE: 


16 



fusion protein (chronic 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/67 3,166 
Input Set : A:\102.174.txt 

Output Set: N:\CRF3\08192002\I673166.raw 



DATE: 08/i9/2002 
TIME: 12:54:26 



2h8 0 


lu 


Asp Thr Met 


Glu Vai Glu Glu Phe 


2 h '^■t 


1 






5 




210 


> 


SEQ ID NO: 


17 




2 1 L 




LENGTH: 9 




2"M ■ 


2 12 


> 


TYPE: PR! 




2 '.' 5 • 


213 


> 


ORGANISM; 


Homo sapiens 




J20 


*> 


FEATURE : 




2''8 - 


223 


> 


OTHER INFORMATION: epitope from 








myeloid leukemia translocation) 


28 1 • 


4 00 


> 


SEQUENCE: 


17 


.182 Met, 


Glu Tyr Leu 


Glu Lys Lys Asn Phe 


2 8 3. 


1 






5 


2 8e. • 


210 


> 


SEQ ID No: 


18 


28:^ - 


2 1 1 > 


LENGTH: 9 




2 88 • 


■) 1 ■ ) 
A' -I- 


> 


TYPE: PRT 




2 8'.-* ■ 


21 3 > 


ORGANISM: 


Homo sapiens 


J 9 1 ' 


' ' 0 




FEATURE : 




2 ' C ■■ 


. • , J 

4^ -.J 




'OTHER INFO 


tRMATlON: epitC'pe from 


2 8 






myeloid 1^ 


'ukemia trans Ic'cat ion ) 


2 ' ■* 5 ^' 


4n0:> 


SEQUENCE: 


18 


2^-*^. Asn 


; 1 u 0 1 u A 1 a 


Ala Asp Glu Vai Phe 


2 ■ ■ 


1 






5 


8 0 0 - 


210 


> 


SEQ ID NO: 


19 


8 01 < 


211 




LENGTH: 9 




802 • 


2 1 2 




TYPE: PRT 




8 0 3 ■ 


2 1 3 




ORGANISM: 


Homo sapiens 


^ 0 5 •■ 


2 0 


> 


FEATURE: 




3 Oh 


2 2 3 


> 


OTHER INFO 


'RMATION: epit'ope from 








myeloid le 


'ukemia translocation) 


8 0'^ - 


400 


> 


SEQUENCE : 


19 


310 Vdl 


Asn Gin Glu 


Arg Phe Arg Met lie 


s 1 :i 


1 






5 


314 • 


2 1 0 




SEQ ID NO: 


20 


315 - 


2 11 


> 


LENGTH: 9 




31h - 


212 


> 


TYPE: PRT 




31^ - 


213 




ORGANISM: 


Homo sapiens 


31'^ ^ 


2 20 




FEATURE: 




3 20 ^ 


2 2 3 




OTHER INFC 


>RMATION; epit'jpe from 


:^ 2 1 






myeloid hr 


'ukemia trans lijca t ion ) 


^2^ ■: 


4()(( 




SEQUENCE : 


2 0 


,^2 4 Lfni 


Phe Gin Lys 


Leu Aia Ser (^In Leu 


3. 2 5 


1 






5 


3 2' 8 


2 1 0 




SEQ ID NO: 


2 1 


3 2<^ •: 


2 1 1 




LENGTH ; 9 




330 • 


2' 1 2 




TYPE; PRT 




:^3l 


2 1 3 




ORGANISM: 


Homo sapiens 


3 3 3 • , 


2 2 0 


> 


FEATURE : 




3 34 V 




> 


OTHER INFORMATION: epitope t rom 


3 35 






myeloid leukemia translocation) 



file: C: CRFS Outhold VsrI673166.htm 
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VERIFICATION SUMMARY DATE; 08/19/2002 

PATENT APPLICATION: US/09/67 3,166 TIME: 12:54:27 
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Input Set : A:\102.174.txt . 
Output Set: N:\CRF3\08192002\I673166, raw '^^C] 9 n 



^'^0/2900 
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